YPH500
MATα ura3 GCR analysis of slx9Δ strains. slx9Δ does not influence genome stability. Shown is the change of the GCR rate of the strain compared to wild type without insert at the PRB1 locus ± standard error. Biological replicates n = 3. Sequences (5'-3') of the inserts at the PRB1 locus in the GCR strains. Only the relevant part of the insert is depicted.
G4IV: GGGGAGGGGAAGGGGAGGGG,

Control:
CTAATCTTTCAGCGTTGTAAATGTTGGTACCCAAACCCAATTGTCTACAAGTTTCCTTAGC,
ATGGTGGTCATCTCAGTAGATGTAGAGGTGAAAGTACCGGTCCATGGCTCGGT.
Supplemental Methods
Gross chromosomal rearrangement assay
The gross chromosomal rearrangement (GCR) assay was performed as published with minor modifications [54] . Seven colonies per strain were grown for 48 h and cells were plated on different media: YPD (reference plate) and 5-FOA/Canavanine (selective plate). After incubation, the colonies were counted and the GCR rate was determined by fluctuation analysis using FALCOR and the MSS maximum likelihood method [56] .
RNA isolation
RNA was isolated mainly according to the manufacturer's protocol. Briefly, cells were grown to an OD660 of 0.8 and RNA was isolated using the "High Pure RNA Isolation Kit" (Roche). 10 8 cells in log phase were harvested and lysed with glass beads for 1 min in a FastPrep-24 (MP). RNA was quantified using a spectrophotometer and its quality was assessed on an agarose gel. cDNA was synthesized from 5 µg RNA using Superscript II Reverse Transcriptase (Invitrogen) and oligo(dT) as per the manufacturer's instructions. qPCR was performed with SsoAdvanced SYBR Green Supermix (Bio-Rad) using the primers mentioned in Supplemental File S4.
